Supplemental Data
Supplementary Figure S1 high-throughput sequencing. The miRNA precursor (113 nt long) is located at the scaffold16951 of the locust genome assembly along with reads aligned to this precursor. The total number of unique sequencing reads that aligned to the miRNA precursor is listed at the right side of alignment. Their expression levels in the small RNA transcriptomes were used in the prediction of the mature miRNA and star sequences. The predicted mature miRNA and star sequences are shown in red and purple, respectively. A graphic illustration of the hairpin-loop structure of this miRNA precursor is shown on top of the figure. The homology searches against miRBase confirmed this miRNA precursor as an authentic arthropod-specific miRNA gene, which is homologous to the evolutionarily conserved miR-993 gene. 
Supplementary Figure S3

Supplementary Methods
Northern blotting
Total RNA was extracted using TRIzol reagent (Invitrogen) . 100 ug of total RNA was separated on a 15% 7M Urea PAGE and transferred to Hybond N+ (Amersham Biosciences) membranes by wet transfer for 12 hours at 14V. Membranes were cross-linked by chemical crosslinking agents for 2 hours at 60°C and for 2 hours at 85°C . MiRNA complementary probes were end-labelled with gamma-P32-adenosine triphosphate using T4 polynucleotide kinase (New England BioLabs). The membranes were hybridized at 37°C with hybridization buffer for overnight. Final washes of the membranes were performed at 37°C with wash buffer. The washed membrane was then wrapped and exposed on a PhosphorImager screen. 
